On page 135 of “The Lost World”, Michael Crichton's fantasy about
cloning dinosaurs is the following sequence:

GAATTCCGGAAGCGAGCAAGAGATAAGTCCTGGCATCAGATACAGTTGGAGATAAGGACG
GACGTGTGGCAGCTCCCGCAGAGGATTCACTGGAAGTGCATTACCTATCCCATGGGAGCC
ATGGAGTTCGTGGCGCTGGGGGGGCCGGATGCGGGCTCCCCCACTCCGTTCCCTGATGAA
GCCGGAGCCTTCCTGGGGCTGGGEEGEGEGEGCCGAGAGGACGGAGGCGGGGGGEGCTGCTGGLC
TCCTACCCCCCCTCAGGCCGCGTGTCCCTGGTGCCGTGGGCAGACACGGGTACTTTGGGG
ACCCCCCAGTGGGTGCCGCCCGCCACCCAAATGGAGCCCCCCCACTACCTGGAGCTGCTG
CAACCCCCCCGGGGCAGCCCCCCCCATCCCTCCTCCGGGCCCCTACTGCCACTCAGCAGC
GGGCCCCCACCCTGCGAGGCCCGTGAGTGCGTCATGGCCAGGAAGAACTGCGGAGCGACG
GCAACGCCGCTGTGGCGCCGGGACGGCACCGGGCATTACCTGTGCAACTGGGCCTCAGCC
TGCGGGCTCTACCACCGCCTCAACGGCCAGAACCGCCCGCTCATCCGCCCCAAAAAGCGL
CTGCTGGTGAGTAAGCGCGCAGGCACAGTGTGCAGCCACGAGCGTGAAAACTGCCAGACA
TCCACCACCACTCTGTGGCGTCGCAGCCCCATGGGGGACCCCGTCTGCAACAACATTCAC
GCCTGCGGCCTCTACTACAAACTGCACCAAGTGAACCGCCCCCTCACGATGCGCAAAGAC
GGAATCCAAACCCGAAACCGCAAAGTTTCCTCCAAGGGTAAAAAGCGGCGCCCCCCGGGE
GGGGGAAACCCCTCCGCCACCGCGGGAGGGGGCGCTCCTATGGGGGGAGGGGGGGALCCCC
TCTATGCCCCCCCCGCCGCCCCCCCCGGCCGCCGCCCCCCCTCAAAGCGACGCTCTGTAC
GCTCTCGGCCCCGTGGTCCTTTCGGGCCATTTTCTGCCCTTTGGAAACTCCGGAGGGTTT
TTTGGGGGGGGGGCGGGEGGGTTACACGGCCCCCCCGGGGCTGAGCCCGCAGATTTAAATA
ATAACTCTGACGTGGGCAAGTGGGCCTTGCTGAGAAGACAGTGTAACATAATAATTTGCA
CCTCGGCAATTGCAGAGGGTCGATCTCCACTTTGGACACAACAGGGCTACTCGGTAGGAC
CAGATAAGCACTTTGCTCCCTGGACTGAAAAAGAAAGGATTTATCTGTTTGCTTCTTGCT
GACAAATCCCTGTGAAAGGTAAAAGTCGGACACAGCAATCGATTATTTCTCGCCTGTGTG
AAATTACTGTGAATATTGTAAATATATATATATATATATATATATCTGTATAGAACAGCC
TCGGAGGCGGCATGGACCCAGCGTAGATCATGCTGGATTTGTACTGCCGGAATTC



We will use BLAST to check if the sequence really belongs to a dinosaur.
Here are the steps:

1. Copy the sequence.
2. Search with Google for: NCBI BLAST
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Go gle  NciBLasT

Web Apps Books Images Videos Mare = Search tools

About 31,900,000 results (1.04 seconds)

BLAST: Basic Local Alignment Search Tool

.ncbi.nim.nih.gov/B... ¥ Mational Center for Biotechnology Information ~
an 29, 2015 - The Basic Local Alignment Search Tool (BLAST) finds regions of local
similarity between sequences. The program compares nucleotide or ..

Nucleotide BLAST: Search ...  BLAST (human genome)
MCBIf BLAST/ blastn suite Standard MCBIf BLAST/ blastn suite Homao
... using a nucleotide ___ sapiens (human) Muclectide ..

3. Select the BLAST link that takes you to the BLAST home page

<. BLAST®

Home RecentResults = Saved Strategies  Help

» HCEI/ BLAST Home

BLAST finds regions of similarity bety biological seq more...
‘ [ DELTA-BLAST, a more sensitive protein-protein search  6aJ
b BLAST Assembled Genomes
Find Genomic BLAST pages: 2 Human o Rabbit B Lebrafish
- — — — A o Mouse o Chimp o Clawed frog
Enter arganism name or id—completions o Rat o Guinea pi o Arabidopsis
i o Cow o Fruit fly o Rice
o Pig o Honey bee o Yeast
o Dog B Chicken o Microbes

Basic BLAST

Choose a BLAST program to run.

Search a nucleotide database using a nucleotide query

nucleotide blast
Algorithms: blastn, megablast, discontiguous megablast

Search protein database using a protein query

tein blast
profein bast Algorithms: blastp, psi-blast, phi-blast, delta-blast

blastx | Search protein database using a translated nucleotide query

4. On the BLAST home page select the link to the “nucleotide blast”.



» NCEI BLAST/ blastn suite Standard Nucleotide BLAST

blasin | Dblasip blasix iblasin iblastx |

BLASTN programs search using a

Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &'
CARTTCCECARCCCACCARCACATARCTCCTEECATCACATACACTTCCACGATARCCACCCACCTGTCEC
AGCTCCCECAGAREATTCACTGEARGTECATTACCTATCCCATEEEAGCCATEEACTTCETGECECTERE From
EEEECCERATECECECTCCCCCACTCCETTCCCTEATFARCCCERAGCCT TCCTCECECTEEEEEEEEE0

CACRCCRACCERECC! TECTEECCTCCTACCCCCCCTCAGECCECETETICCCTEETECCETEEE TO

CACRCACCEEETIACTITEEEEACCCCCCAGTEEETECCECCCECCACCCRRRTEERECCOCCCCCACTACCT
GEAGCTECTECARCCCCCCCEEEECAGCCCCCCCCATCCCICCTCCEEECCCCTACTECCACTCAGCAGT
EEECCCCCACCCTECEAGECCCETEAGTGCETCATEECCARCARCAACTECEEAGCEACEECARCECCEC
TETEECECCEERACEECACCREECATTACCTETECARCT GERCCTCARCCTECEEECTCTACCACCECCT
CRRCEECCAGRACCECCCECTCATCOEOCOL CCCTECTEETEACTARGCECECAGECACARTE
TECRCCCACGRECETCARRACTECCAGRCATCCACCACCACTCTCIGRCETCECAGCCCCRT cC
CCCTCTGCARCARCATTCACCCCTECEECCTCTACTACARACTCCACCAACTEARCCECCCCCTCACEAT
EGCECAARCACCEAATCCARRCCCEARACCEC, ETTTCCTCCARGEET EECECCCCCCEEER
CCCTCCGCCACCEO GCTCCTAT CCCTCTATGCCCC
CCCCCCCCRRCCECCECCCCCCCTCARRGCEACECTCTETACRCTCTCEECCCCETRETCCT
CATITTICTIGCCCTITTIGEARRCTCCGEAGEETTITIT CEEEEETTACRCGECC
CEGEECTEACCCCECAGATITARATARTAACTCTCACCTGEGCARCTCEECCTTECTGAGARGACA
TAACATARTAATTTECACCTCEECARTTGCARAGEETCEATCTCCACTITGCACACRAACAGEECTAC
CEETAGEACCAGATARGCACTTIECTICCCTCEACTEARRARCARACEATTTATCTETTIGCITCTTECT
GACRAAATCCCTRTRARACETARARCTCEGACACACCAATCEATTATTTCTCECCTETETRARATTACTET
CARTATTCTRARATATATATATATATATATATATATCTCTATAGRACACCCTCEEREECECCATGERACCCR
GCCTAGATCATCECTGEATTICTACTGCCGREARATTC

Or, upload file

No file selected. &

[}

Job Title Nucleotide Sequence (1435 letters)
Enter a descriptive title for your BLAST search @

[”I atign two or more sequences &

5. On the standard Nucleotide BLAST page enter your query
sequence.

CICTAACATAATAATTTCCACCTCOCCARTTECACACCETCCATCTCCACTTTECACACAACACGCECTAC
TCEETACCACCAGATARCGCACTTTECTCCCTEEACTRARRRACRARACEATTTATCTETITECTTCTTECT
CRCA AR TCCCTEICARRCCT AR A RCTCECACACACCARTCCATTATITCTCCCCTCTETICARRTTACTET
ERATATTETAARATATATATATATATATATATATATCTETATAGRRCAGCCTCREAGECEECATEACCCR
GCETAGATCRATECTIGEATIICGTACTGCCEEARTTIC

Or, upload file

@

Mo file selected. L

Job Title Nucleotide Sequence (1435 letters)
Enter a descriptive title for your BLAST search &

[T] Align two or more sequences &

Choose Search Set

Database ©'Human genomic + transcript ' Mouse genomic + transcript @ Others (nr atc.):
Nucleotide collection (nr/nf) - @

Organism

Optional [ Exclude  +
Enter organism comman name, binomial, or tax id. Only 20 top taxa will be shown &)

Exclude [T Models (tM2P) [C] Uncultured/environmental sample sequences

Optional

Limit to [C] sequences from type material

Optional

Entrez Query YoulfilH Create custom database

Optional Enter an Entrez query to limit search @

Program Selection

Optimize for @ Highly similar sequences (megablast)

! More dissimilar sequences (discontiguous megablast)
©) Somewhat similar sequences (blastn)
Choose a BLAST algorithm &)

Search datab Nucleotid llection (nr/nt) using Megablast (Optimize for highly similar sequences)

[T show resuits in a new window

6. There are several settings and options, but you do not have to
change any. Simply click on the BLAST button.



After your BLAST run completes, you should see results like this:

<. BLAST®
i

Home  RecentResults Saved Strategies Help

Edit and Resubmit

Save Search Strategies & Formatting options

- Download

RID

Query ID
Description
Molecule type
Query Length

Nucleotide Sequence (1435 letters)

DACMBEPZUQIR (Expires on 02-08 04:320 am)

Icl|9471
None
nucleic acid
1435

Database Name nr
Description Nucleotide collection (nt)
Program BLASTN 2.2.30+ b Citation

Other reports: b Search Summary [Taxonomy reports] [Distance tree of results]

& Graphic Summary

Distribution of 32 Blast Hits on the Query Sequence &

Mouse-over to show defline and scores, click to show alignments |

Color key for alignment scores
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If you mouse over the graphics of the top alignment, it says that the
sequence is Gallus gallus GATA binding protein 1.
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Similarly, the second alignment is Xenopus laevis GATA binding protein
2 (gata2):

32 Blast Hits on the Query Sequence &
MM 001085775 Xenopus laevis GATA binding protein 1 (glog transcrip.. $=231 E=1.8e-56 |

Color key for alignment scores
<40 40-50 50-80 80-200 *>=200

Query

| | | | |
250 750 1000 1250

1

Scroll down the search results page to see the alignment of your query
sequence to the Gallus gallus sequence. Link to the subject sequence in
GenBank (which is a part of the Nucleotide database). The link opens in
a separate tab and you can verify that Gallus gallus is chicken.

BDownload ~ GenBank Graphics

Gallus gallus GATA binding protein 1 {(globin transcription factor 1) (GATA1), mRMA
Sequence ID: refiNM_205464 1| Length: 1068 Mumber of Matches: 1

Range 1: 39 t
Score

1496 bits

3 GenBank Graphics
Expect Identities Gaps Strand
(810) 0.0 915/957(96%) 42/957(4%) Plus/Plus

Query 119 CCATGEAGTTCGIGGCECTyggggggCCEEATGCGEECTCCCCCACTCCGTTCCCIGATG 178
FEEEEEEE e e et e e e e b e e et
Sbjct 39 CCATGGAGTTCGIGGCGCTGEEEEGGCCGEATGCOGEECTCCCCCACTCCGTIICCCIGRAIG 98

Query 179 ARGCCGEAGCCTICCTEGGGCTggoaggoagCEAGAGEACGEAGECaggaaggCTGCIGE 238
T A N N N N e
Sbjct 99  ARGCCGERGCCTICCTGGEGCTGGEGGEEEGCEAGAGEACGEAGECEE6EGGECTGCIGE 158

Query 239 CCICCTAcccoccccTCAGGCCGCGIGICCCIGETIGCOCGTGEGCAGACACGEGTACTTIIGE 298
Frrerrrerrrerrerre e e et e e e e e e et e e e e e el



Go back to the search results page and check the alignment carefully.
The sequences appear identical, except that our query sequence has
some extra bases that are not there in the chicken sequence (dashes in
the alignment:

BDownload ~ GenBank Graphics

Gallus gallus GATA binding protein 1 {(globin transcription factor 1) (GATA1), mRMA
Sequence ID: refiNM_205464 1] Length: 1068 Mumber of Matches: 1

b See 1 more title(s)

Range 1: 30 to 952 GenBank Graphics

Score Expect Identities Gaps Strand
1496 bits(810) 0.0 915/957(96%) 42/957(4%) Plus/Plus

Query 119 CCATGRAGTTCGIGGCGCTyggggggCCGEATGCGEECTCCCCCACTCCGTTCCCTIGATG 178

FEEEEEEE e e et e e e e e b e e r e e e e et
Sbkjct 39 CCATGGAGTTCGTGEOGCTEEEEEGECCGEATGCGGGCTCCCCCACTCCGTITCCCTIGATG 98

Query 179 RAAGCCGGAGCCTTCCIGGGGCTgggggggggCGAGAGGACGEAGECaaaaaaaCIGCIGE 238
FEEEETEE e e e e e e e e e e e e e e e e e el
Sbjct 99 AAGCCGEAGCCTTCCIGEEECTGEEEEEGGGGCGAGAGEACGEAGECEEEEGGGCTGCIGS 158

Query 239 CCICCTAccccoccTCAGGCCGCGTIGICCCIGEIGCCGTGEECAGACACGELTACTTIGE 298
FECEEEEErer e e et ere e e b e e e r e e e et
Sbjct 159 CCICCTACCCCCCCICAGRCCGCRIGICCCIGETIGCCGTIGEECAGACACGEGTACTTIG: 218

Query 2939 GGACCCCCCAGTGEGTECCECCOGCCACCCARATEGAGCcococococACTACCTGRAGCTGE 358

FEPEEEEEE e e e e e e et e e e e e e e e e e e e et
Sbjct 219 GGACCCCCCAGTGGGTGCCGCCCGCCACCCARATGEAGCCCCCCCACTACCTGRAGCIGE 278

Query 359 TECAACcccoccoocggggoageccocccocATCCCTCCTCOGEEOCCCTACTGCCACTCAGCE 418
IR TTEE e e e e e e e e e e e e e e e e e e e e e el
Sbijct 279 TGECARCCCCCCCGEEECAGCCCCCCCCATCCCTICCTCCRERCCCCTACTGCCACTCAGCE 338

Query 419 GCGEECCCCCRCCCTGOGRAGECCCGIGAGTIGCGTICATGECCAGGARGRACTGCGEAGCGR 478
FECEEEEET e E e et FTETETErrrnnl
Sbjct 339 GCGEECCCCCACCCTGOGAGECCCETGAGTGOGTC———————————- AACTGCOGGRAGCGR 386

Query 479 CEECAACGCCGCTGIGECGCCGEEACGECACCEEECATTACCTGTGCAACTGEFCCTICAG 538

FELErrrrrrr e e e e e e e e d |
Sbjct 387 CGECARCGCCGCIGIGECGCCEEEACGECACCEGEGCATTACCTGTGCARC ————————— 437

Query 539 CCIGCGEECTCTACCACCGCCTCARCGECCAGARCCGOCCGCTCATCCGCCCCARRRAGT 598
FELTEETEE e e e e e e b e e e e e e e e ernd
Sbjct 438 CCIGCEEECTCTACCACCGCCTCARCGECCAGRACCGOCCGCTCATCCGCCCCRARRRAGD 497

Query 5939 GCCTGCIGGTGAGTARGCGCGCAGGCACAGTGTGCAGCCACGAGCGTGARRRCTGCCAGA 658

FLLELEEEE L e e e e e erernd [TILIELTT]
Sbjct 493 GOCIGCIGEIGAGTARGCGCGCAGGCACAGTGTGCAGC ———————————- LALCTGCCAGR 545

Query 659 CATCCACCACCACTCIGIGECGTCGCAGCCCCATGEEEGGACCCCGTCTGCARCRRACATIC 718

FEEVEEEE e e e et et e e e e e ennt |
Sbjct 5448 CATCCACCACCACTCTIGIGECGTICGCAGCCCCATGGGEERACCCCGICTGCA-————————— 598

Query 719 ACGCCIGCGGCCICIACTACARACTGCACCARAGTGAACCGCCCCCTICACGATGCOGCARAG 778
FEEEEETEEE e e e e e e e e e e e e e et
Sbjct 597  ACGCCIGCGGCCICTACTACRARACTGCACCRAGTGRACCGCCCCCTICACGATGCGCRRAG 656

Query 773 ACGGRATCCARRCCCGRARACCGCARAGTTTCCTCCARAGGGTARRRAGCGGCGCCCCCCoy 838

FEPTEELEEE e e e e e e e e e e e e e e e e e e e et
Sbjct 657  ACGERRATCCRARRCCCGRARRCCGCARAGTITCCICCAAGGGTARRRAGCGGCGCCCCCCZE 716



Go back to very top of the BLAST page where you can change the
“Formatting options” to show the “CDS feature” and “Reformat”. This
will show how the DNA sequence translates in amino acid sequence
(there will be different letters each representing a different amino acid
seqguence):

PRI U 3 LI LU S LAUIRIL S IV E L TIELY VISR e 3 PRI RO R G L USRI G DD i DUSIIULIG L VT IR R VI 1 UIUL e I e

nt Results  Saved Strategies  Help

suitel Formatting Results - DACZ2S
nit  Save Search Strategies ¥V Formatting options & Download

Formatting oggions 'Reformat |

Show  Alignmentas [ HTML [ ] [Cl o view Reset form to defaults &)

Alignment View | Pairwise Iz‘ 2]

Display Graphical Overview D NCBl-gi COS feature e

Masking Character:| Lower Case |Z| Color: ﬂ ]

Limit results  Descriptions: Graphical overview: Line length: L]
Organism Type common name, binomial, taxid, or group name. Only 20 top taxa will be shown.

||:| Exclude . T ]

Entrez query: | @

Expect Min: l:l Expect Max: l:l [*]

Percent ldentity Min: l:l Percent lentity Max: l:l 2]

P



Range 1: 39 to 952 GenBank Graphics

Score Expeact Identities Gaps Strand

1496 bits(810) 0.0 915/957(96%) 42/957(4%) Plus/Plus

CDS: Putatiwve 1 1 M E F VAL GGG PDAGS PTU PTFPTD

Query 11% CCATGRAGTTCGTEECGCT oyygayyCCEEATFCEEECTCCCCCACTCCGTTICCCTGATE 178
PEIREEEETEE e et e e e e b e e et e el

Sbjct 39 CCATGGAGTTCGTGECGCTGEEEEEECCEEATGCGEGCTCCCCCACTCCGTTICCCTGATG 98

CDS:erythroid transc 1 M E F VXL GG?PDACGS S PTU®PTFUEPTD

CDS: Putatiwve 1 20 E A GG &4A FLGLGO®S®OGEUZ RTEZ ATGUGTULL

Query 175 ARGCCGEAGCCITCCIGEGECTgoggaaggaCGRGAGGRCGGAGGCagggagCIGCIGE 238
PEPEEECEEE e e et r e b e e b e e e et e e eerrrrrrinl

Sbjct 99 ARGCCEEAGCCITCCIGEEECTGEEEEEEEEOGAGAGEACGEAGECEEEGEFECTGCIGE 158

CDS:erythroid tranac 20 E A G X FLGLOGOEGOGEU& R®BRTEW®SRTGU GTULL

CDS: Putatiwve 1 40 A 5 Y P P 3 6GR WV 5LV PFPWLDTOGEGTL

Query 239 CCTCCTAccoococoocTCAGGCCGCETGTCCCTGET GCCET GEECAGACACGEETACTITGE 298
TEIREEETEE e e e e e e b e eerrrrntnl

Sbjct 159 CCTCCTACCCCCCCTCAGGCCGCETGTCCCTEETGCCGT GEEGCAGACACGEETACTTTGE 218

CDS:erythroid transc 40 A 5 Y P P 53 G RV 5LV PWOADTOGTTL

CDS: Putatiwve 1 &0 G T P Q WWV P P AT {{Q MEEPUPHYTLEL

Query 299 GGACCCCCCAGTGEETGCORCCORCCACCCARATGEAGcoocco cACTRCCTGEAGCTGE 358
PEPREECTTEE e et e b e e e e e bbb et e e rrrrninl

Sbjct 21% GEACCCCCCAGTIGEETIGCCOGCCCORCCACCCARATGRAGCCCCCCCACTACCTIGEAGCTGE 278

CDS:erythroid tranac &0 T P Q WWV P P AT {QQME PUPHY¥TULEL

CD5: Putatiwve 1 &0 L@ P P R G 5 P P HPF S5 5 G P LUL P L 35

Query 359 TGCAAcccoccoggggoagecceccccATCCCTCCTCCGEECCCCTACTGCCACTCAGCE 418
FELREEETEEE e e e e e e e e e e e e e e ey e e b e e eyl

Sbjct 279 TGECAACCCCCCOCGEEECAGCCCCCCCCATCCCTCCTCCRGECCCCTACTGCCACTCAGCA 338

CD5:erythroid transc &0 L@ P P R G 5 P P HPF 5 5 G P LULPFP L 35

CDS: Putatiwve 1 1040 5 G F P P CEAXZXERETCVMHATEREIEKUDNTGCGTGA2

Query 41% GCEEECCCCCACCCTGCGAGGCCCETGAGT GO CATGRCCAGGANGARCTGCGGAGCGRA 478
FELEELETEE e e e et FELELTETELIT]

Sbject 3358 GCEEECCCCCACCCTGOGAGGCCOGTRAGTROGTC———————————— RACTGCGEAGCGR  3EBE

CDS:erythroid transc 100 5 ¢ P P P CEXZERETCYVWV N c & 2

CDS5: Putatiwve 1 120 I AT PLWEREUERDUGTOGH Y LCMNWAS

Query 4745 CGECARCGCCGCTET GECGCCGERACGECACCEEECATTACCTGTGCARCTGGGCCICAS 538
TEVRRECTEEE e e e e bbb e rrnerl |

Sbjct 387 CGECARCGCCECTGTIGEGCGCCGEEACEECACCEEECATTACCTIGIGCARC ———————— G 437

CDS:erythroid transc 116 T 2 T P L WERZETDUOSGTOGHY L CH

CDS: Putatiwve 1 140 A C6G6GL Y BHRLUDNGRQRUNIRUEPTLTIUETPEFPFEIKEK

Query 539 CCTGCEEECTCTACCACCGCCTCARCGECCAGRRCCGCCOGCTCATCOGCCCCAARRRGE 5598
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

Sbjct 438 CCTIGCEEECTCTACCACCGCCTCALACGECCAGAACCEGCCOGCTCATCOGCCCCARARRARGE 4597

CDS:erythroid transc 133 A CGL Y BE R LN GRUNURUEPTLTIUEREZPEPIEIKEK

CDS: Putatiwve 1 160 R L LV 5 KEREZWOGTWVOCSS HEU&REWNTCDGQ

Query 289 GCCTGCTIGETGAGTARGCGCGCAGGCACAGTGTGCAGCCACGAGCGTGARAACTGCCAGA 658
PEIREEETEEE et e e enl [IRRRRRNAN

Sbjct 493 GCCTGCTGETGAGTARGCGCGCAGGCACAGT T GCAGC - ——————————— RRCTGCCAGR 545

CDS:erythroid transc 153 E L L VvV 58 KR ZGT WV C 5 N C Q

CDS5: Putatiwve 1 130 I 5 T T TULWZERUERS P M OGDUP WV CNUN I

Query 859 CATCCACCACCACTCTIGTGRCGTCGCAGCCCCATGEEEEACCCOGTCTGCARCRACATTC 718
PEVREEETEEE e e et e e e e e el

Sbjct 544 CATCCACCACCACTCIGTGECGTCGCAGCCCCATGRGEGACCCORTCTIGCA-———————- 594

CDS:erythroid transc 169 I 5 T T T L WU RU RS P M OGEGED P WV C

CD5: Putatiwve 1 200 H ACOGIL Y Y KL HQ VHURUPILTMKEREK

Query 71% ACGCCIGCGECCTCTACTACARACT GCACCRAAGTGARCCGCCCCCTCACGATGCGCARAS 778
FEEREIETEEE e e e e e e e e e e e e e ey e e b e e e erenyl

Sbjct 5497 ACGCCTGCGECCTCTACTACARACTGCACCARGTGARCCGCCCCCTCACGATGCGCARAS 656

CDS:erythroid tranac 186 H A COGL Y Y KL HQ VNUZERUPFILTMZERIKEK

The “dinosaur” sequence really is constructed from sequences of
chicken and frog genes. It was provided to Michael Crichton by Mark
Boguski who used to work at NIH. Mark added (made up) several bases
that when translated into the one letter codes of amino acids spell out
as: MARK WAS HERE NIH.






